For each OTU is reported: the phylum of origin, the putative fungal lifestyle, the OTU identification number, the closest accession number obtained against the reference databases (UNITE and GenBank), the habit on the basis of the identification, and the number of sequences retrieved in each soil. TV, tilled vineyard; CV, covered vineyard; MM, managed meadow; PA, pasture; CO, cork-oak formation. * = OTUs considered for the statistical analysis due to their abundance (>1% in at least one soil). 1 Tedersoo L, May TW, Smith ME (2010) 
